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Amendments to the Clairosr 

This listing of claims will replace all prior venions, and listings, of claims in the 

application: 

TJistin^ of Claims; 

1 . (original) In a computer system, a method of sequencing a nucleic add 
sequence, the method comprising the steps of: 

inputting hybridization intensities for a plurality of nucleic acid probes, the 
nucleic acid probes hybridizing with the nucleic acid sequence under conditions that do 
not allow identification of all of nucleic acid probes that aie perfectly complementary to 
part of the nucleic acid sequence; and 

sequencing the nucleic acid sequence according to selected nucleic acid probes. 

2. (original) The method of claim 1, farther comprising the step of selecting 
nucleic acid probes utilizing mismatch information among the nucleic acid probes. 

3. (canceled) 

4. (canceled) 

5. (withdrawn) The method of claim 1 , further comprising the step of selecting 
nucleic acid probes with highest hybridization iniensities. 

6. (withdrawn) The method of claim 5, wherein the nucleic acid probes with 
the highest hybridization intensities aie above an intensity threshold. 

1. (original) The method of claim 1, wheiein the sequencing step includes the 

steps of: 

aligning the selected nucleic add probes so that bases that are common overlap; 

and 



PA6E3f6'RCVDAT4l2QI20054:12:39PM[EastemDayightT^^^^ 



Apr-20-05 I2:14pn Fron-Af fynstrix, Inc. 408 731 5382 T-993 P 004/006 f- 

AppUcanonNo.: 10/014,953 

sequencing the nucleic acid sequence according to bases that occur most often at 
each position in the aligned nucleic acid probes. 

8. (original) The method of claim 7, wherein the nucleic add sequence is 
sequenced as complementary to the bases that occur most oftai. 

9. (original) A computer program product that sequences a nucleic acid 

sequence, comprising: 

computer readable code that receives as input hybridization intensities for a 
plurality of nucleic acid probes, the nucleic acid probes hybridizing with the nucleic acid 
sequence under conditions that do not allow identification of all nucleic acid probes that 
are perfectly complementary to part of the nucleic acid sequence; and 

computer readable code that sequences the nucleic acid sequence according to 
selected nucleic acid probes; 

wherein the con^)uter readable codes are stored on a tangible medium. 

Claims 10-26 (cancelecQ 

27. (original) A method of sequencing a nucleic acid, comprising the steps of: 
contacting a set of oligonucleotide probes of predetetmined sequence and length 
with the nucleic acid under hybridization conditions that do not allow differentiation 
between (i) those probes of the set which are perfectly complementary to part of the 
nucleic acid and (ii) those probes that arc not perfectly complementary to part of the 
nucleic acid; 

selecting a subset of oligonucleotide probes that includes probes that arc perfectiy 
complementary to part of the nucleic acid and probes that arc not perfectly 
complementary to part of the nucleic acid; and 

determimng the sequence of the nucleic acid by compiling overlapping 
sequraces of the subset of probes. 



3 



PAGE4/6'I^VDAT4M54:12:39 PM [Eastern Daylight TiitK]'SVR:USPW^ 



Apr-20-OS I2:l4pfli FrorAffymtrlx, Inc. 408 731 S39Z T-993 P.005/D06 F-007 

Application No.: 10/014^3 

28. (original) The method of claim 27, liirther comprising the step of 
fragmenting the nucleic acid before contacting the nucleic add with the set of 
oligonucleotide probes. 

29. (original) The method of claim 28, further comprising the step of labeling 
the nucleic acid before contacting the nucleic acid with the set of oUgonucleotide probes. 
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